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human . 

Homo sapiens ^ 
Eukaryotae ; mitochondrial eukaryotes; Jtetaioa; 
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1 (bases 1 to 419) 
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Parsons , J . , Rifkin.L. 
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Primates; Catarrhini ; Hommidae; Homo. 
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Dubuque, T., Elliston ,K.-, Hawkins, M. , 
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Rohlfing,T., Tan,F., Trevaskis , E . , 
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4444 Forest Park Parkway, Box 8501, St. Louis, MO 63108 
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WashU-Merck EST Project 
Unpublished (1995) 
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Kucaba,T., Le,M. , Lennon,G., Marra,M. 
Rohlfing,T., Tan,?., Trevaskis , E . , 
Wohldmann,P. and Wilson, R- 



Contact: Wilson RK 
WashU-Merck EST Project 

Washington University School of Medicine 

4444 Forest Park Parkway, Box 8501, St. Louis, MO 63108 

Tel: 314 286 1800 

Fax: 314 286 1810 

Email : est@watson.wust! . edu 

This clone is available royalty- free through LLNL ; contact ^ the 
IMAGE Consortium (infoSimage.llnl.gov} for further information. 
Seq primer: -40M13* fwd . - from Amersham 
High quality sequence, stop: 387. 
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source 1 . . 548 

/organism= "Homo sapiens " 

/note= "Vector : pBluescript SK-j Site_l: EcoRI ; Site_2: 
Xhol; Cloned unidirectionally. Primer: Oligo dT. HeLa S3 
epithelioid carcinoma cells grown to semi -con fluency 
without induction. Average insert size: 1.5 kb; Uni-ZAP XR 
Vector. -5' adaptor sequence: 5' GAATTCGGCACGAG 3' ~3 ' 
adaptor sequence: 5' CTCGAGTTTTTTTTTTTTTTTTTT 3'" 
/clone=*626511" 

/clone_lib=" Stratagene HeLa cell s3 937216" 
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